In the title molecular salt [systematic name: 2-methylpyridinium 5-(2,4-dinitrophenyl)-1,3-dimethyl-2,6-dioxo-1,2,3,6-tetrahydropyrimidin-4-olate], C 6 H 8 N + ÁC 12 H 9 N 4 O 7 À , the cation and anion are linked a through strong N-HÁ Á ÁO hydrogen bond. In the crystal, C-HÁ Á ÁO interactions link the ions, generating a chain along [010] . 
Related literature

Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Many molecules containing the pyridine moiety exhibit notable biological activity (Terekhova & Scriba, 2007; Comins et al., 2008) . Molecules with pyrimidine ring residues are also biologically active (Hueso et al., 2003; Jain et al., 2006) . The title molecular salt comprises of both pyrimidine (barbiturate moiety) and pyridine (2-methyl pyridinium) moieties and hence expected to have significant biological activity. Good crystallinity of the title compound prompted us to undertake single-crystal X-ray studies. The bond lengths and bond angles of the barbiturate residue of the molecular salt reported in the present article are compatible with those of related barbiturates synthesized in our laboratory earlier (Kalaivani & Malarvizhi, 2009; Kalaivani & Buvaneswari, 2010; Buvaneswari & Kalaivani, 2011) . The structure of the molecular salt of the present work is shown in scheme 1. The ORTEP view showing 30% probability displacement ellipsoids is indicated in Fig.1 . In the title molecule, the one dimensional zigzag chains which run along [010] direction are linked through C13-H13···O1, C17-H17···O1, C16-H16···O6, C13-H13···O3 and C15-H15···O2 weak interactions thus generating a three dimensional network and hence constituting the molecular packing of the crystal (Fig. 2) . The 2,4-dinitrophenyl ring and 1,3-dimethylbarbiturate ring of the title molecule are not perfectly planar and the dihedral angle observed between them is 44.54 (2)degree.
1-Chloro-2,4-dinitrobenzene(2.02 g,0.01 mol) was dissolved in 20 ml of ethanol. 1,3-Dimethylbarbituric acid (1.56 g,0.01 mol) was also dissolved in 15 ml of ethanol. These two solutions were mixed and to this mixture a five fold excess of 2-methylpyridine (4.65 g, 0.05 mol) was added and the resulting blood red coloured solution was shaken well for about three hours and kept as such at 25 /%C. Dark shiny maroon red coloured crystals were deposited from the solution after seventy two hours. The crystals were filtered and washed with 30 ml of ether. The crystals were powdered well and washed with 40 ml of ether to remove the unreacted reactants and finally with 10 ml of ethanol. The pure powder was recrystallized from hot ethanol (Yield: 75%; m.p.; 451 K). The crystals for X-ray analysis were obtained by slow evaporation of ethanol at room temperature.
Refinement
All of the H atoms were placed in their calculated positions and then refined using the riding model with C-H lengths of 0.93Å (CH), 0.96Å (CH 2 ) or 0.98Å (CH 3 ) and an N-H distance of 0.86 Å. The isotropic displacement parameters for these atoms were set to 1.2 (CH, and NH) or 1.50 times U eq (CH 3 ) of the parent atom.
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT 
Figure 1
The asymmetric unit of title molecule showing 30% probability displacement ellipsoids. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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